Key indicators: single-crystal X-ray study; T = 293 K; mean (C-C) = 0.014 Å; R factor = 0.128; wR factor = 0.345; data-to-parameter ratio = 15.3.
The asymmetric unit of the title compound, C 14 H 14 ClNO 2 S, contains two independent molecules, which are twisted at the S atoms with C-SO 2 -NH-C torsion angles of À69.4 (7) and 66.0 (8) . The sulfonyl and the anilino benzene rings are tilted relative to each other by 49.0 (4) and 61.7 (3) in the two molecules. In the crystal, the molecules are linked into chains by N-HÁ Á ÁO hydrogen bonds.
Related literature
For hydrogen-bonding modes of sulfonamides, see: Adsmond & Grant (2001) . For our studies of the effect of substituents on the structures of N-(aryl)-amides, see: Gowda et al. (2006) , on N-(aryl)arylsulfonamides, see: Nirmala et al. (2009); Shakuntala et al. (2011a,b) and on N-(aryl)methanesulfonamides, see: Gowda et al. (2007) . 
Data collection
Oxford Diffraction Xcalibur diffractometer with Sapphire CCD detector Absorption correction: multi-scan (CrysAlis RED; Oxford Diffraction, 2009) T min = 0.856, T max = 0.976 21403 measured reflections 5320 independent reflections 2694 reflections with I > 2(I) R int = 0.106 Refinement R[F 2 > 2(F 2 )] = 0.128 wR(F 2 ) = 0.345 S = 1.07 5320 reflections 347 parameters 1 restraint H-atom parameters constrained Á max = 1.06 e Å À3 Á min = À0.41 e Å À3 Table 1 Hydrogen-bond geometry (Å , ).
3.001 (9) 119 N2-H2AÁ Á ÁO1 ii 0.86 2.39 3.006 (9) 130
Symmetry codes: (i) Àx þ 1 2 ; y þ 1 2 ; z; (ii) Àx þ 1 2 ; Ày þ 1; z À 1 2 .
Data collection: CrysAlis CCD (Oxford Diffraction, 2009); cell refinement: CrysAlis RED (Oxford Diffraction, 2009); data reduction: CrysAlis RED; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: PLATON (Spek, 2009); software used to prepare material for publication: SHELXL97.
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supplementary materials sup-2
The residual electron-density features are located in the region of H1A and S1. The highest peak is 1.31 Å from H1A and the deepest hole is 1.09 Å from S1. To improve considerably values of R1, wR2, and GOOF these bad four reflections (4 3 10 2 2 7 2 2 5 2 3 4) were omitted from the refinement.
The crystals available for X-ray studies were of rather poor quality and weak scatterers at high theta value resulting in relatively high R values. 
Oxford Diffraction Xcalibur diffractometer with Sapphire CCD detector 5320 independent reflections 
Geometric parameters (Å, °)
Cl1-C4 1.732 (10) Cl2-C18 1.760 (11) S1-O2 1.416 (6) S2-O3 1.425 (7) S1-O1 1.434 (6) S2-O4 1.445 (8) S1-N1 1.613 (7) S2-N2 1.636 (7) supplementary materials sup-6 S1-C1 1.750 (9) S2-C15 1.782 (10) 
